Shrub willow, Salix spp. and hybrids, is an important bioenergy crop. Here we report the whole-genome sequences and annotation of 13 endophytic bacteria from stem tissues of Salix purpurea grown in nature and from commercial cultivars and Salix viminalis ؋ Salix miyabeana grown in bioenergy fields in Geneva, New York.
ioenergy produced from plant biomass as a feedstock has the potential to mitigate concerns regarding climate change and sustainability, among others (1) . Shrub willow, Salix spp. and hybrids, is an attractive plant for bioenergy given its rapid growth and sustainable growth characteristics (2) . There have been numerous efforts regarding the development of shrub willow cultivars suitable for the production of bioenergy (3). Endophytes have been isolated from tissues of tree willows in nature (4), but it is unknown what role endophytes might play in shrub willows growing in intensively managed bioenergy fields. To gain some insights into endophytic bacteria that associate with shrub willow, we embarked on a project which resulted in the identification of 69 unique bacteria, of which 13 were subjected to whole-genome sequencing and annotation. Plant-associated bacteria that are beneficial to Salix have the potential to improve crop production while reducing need for inputs. In addition, the identification of bacteria that are detrimental to growth and development through phytopathogenesis is also of interest as a foundation for breeding for resistance and maximizing growth potential. The endophytic bacteria were initially isolated from surface-sterilized stem tissues from wild accessions of S. purpurea growing in nature and from commercial cultivars of S. purpurea and S. viminalis ϫ S. miyabeana growing in fertilized and nonfertilized bioenergy fields in Geneva, NY. The 13 endophytes were initially identified by amplification and nucleotide sequence analysis of the variable 3 region of the 16S rRNA gene (5) .
Genomic DNA was isolated from the endophytes using a GenElute bacterial genomic kit (Sigma-Aldrich, St. Louis, MO) and prepared for whole-genome sequencing using a Nextera XT library preparation kit (Illumina, San Diego, CA). Whole-genome sequencing was performed using the Illumina Miseq (150-bp paired-end reads). The reads were error corrected and assembled de novo using Spades 2.5 (6) . Scaffolding of the contigs and in silico gap-closing of the resulting scaffolds were performed with SSPACE and GapFiller, respectively (7, 8) . Genome annotation was performed using the Prokka annotation pipeline, which incorporated Prodigal 2.60, Aragorn, and RNAmmer 1.2 for the prediction of open reading frames (ORFs), tRNAs, and rRNAs, respectively (9-11). Additional annotation of the predicted protein sequences was done using InterProScan5 (12) . The key attributes for the genome sequences and annotation are summarized in Table 1 . An in-depth analysis of the genes associated with plant-microbe symbiosis is under way and will be published in a subsequent report. Nucleotide sequence accession numbers. The nucleotide sequences have been deposited at DDBJ/EMBL/GenBank under the accessions numbers provided in Table 1 .
